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Data SVM核函数 支持向量数量 成功率
Leukemia SVM(linear) 28 82.3529%
SVM(RBF) 38 58.8235%


















NONRFE 82.3529% 58.8235% 58.8235% 58.8235%
RFE 91.1765% 88.2353% 91.1765% 85.2941%







Design and Analysis of Ensemble Classifier for Gene Expression Data of Cancer
Song Nianfeng
(Automation Department, Xiamen University, Xiamen  361005, China)
Abstract: Gene expression levels are important for disease, such as, Cancer diagnosis. This paper proposed a SVM-based ensemble 
classifier to classify the control and cancer groups based on gene expression levels from microarray data. A combinational Recursive 
Feature Elimination in conjunction with the Adaboost algorithm was developed to select significant features and design the proper 
classifier. The method is applied to microarray data of cancer patients, and the results show improvements on the success rate. 
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